. Bootstrapped maximum-likelihood phylogenies of the SARK gene family in sequenced land plants. 
Primers located in upstream and downstream sites used for genotyping, as indicated in Figure S1 , and for qRT-PCR analysis. The upstream (the first 506 bp from ATG) and downstream (the last 513 bp from TAA) fragments of PpSARK were amplified using genomic DNA for construct of the vector pTN182. The primers used are as follows: upstream fragment-PpSARK uF and PpSARK uR; downstream fragment-PpSARK dF and PpSARK dR ( Figure S1 ). PpSARK F1 and PpSARK R1, and PpSARK F2 and PpSARK R2 were used for genotyping of PpSARKg genomic DNA samples, shown in Figure 2A . PpSARK F and PpSARK R were the primers used for qRT-PCR analysis of PpSARKg ( Figure  2B ). PpABI3 F and PpABI3 R, PpABI5 F and PpABI5 R, PpPP2C F and PpPP2C R, PpLEA F and PpLEA R, PpSAG12 F and PpSAG12 R, and PpAPT F and PpAPT R were the primers used for qRT-PCR analysis of PpABI3, PpABI5, PpPP2C, PpLEA, PpSAG12, and PpAPT (adenine phosphoribosyl transferase gene), respectively.
